1 UF-283 
SEQUENCE LISTING 

<110> Stevens, Bruce R. 
Cuda, James P. 
Long, Lewis S. 

<120> Materials and Methods for Controlling Pests 

<130> UF-283 

<160> 27 

<170> Patentln version 3.1 

<210> 1 

<211> 2860 

<212> DNA 

<213> Manduca sexta, Aedes aegypti, and Leptinotarsa decemlineata 



<400> 1 



ggcacgaggt 


tacttgttgg 


aggaactgtt 


tggcggtggt 


gcgatcgatt 


tctgaacaca 


60 


atacacctaa 


acacattgca 


agtgtgatat 


tgtggacaaa 


atgaatgacg 


gccaagtaaa 


120 


cggcggtttc 


gagtcgtcgg 


agcccaagat 


ggaaccaaaa 


cgatcatcgc 


aaataagttt 


180 


acctccagca 


aataataaag 


cggctctgga 


taatatagat 


gacacggact 


tagaggctga 


240 


accgccagaa 


cgtatggtat 


ggtccaacaa 


cattgaattc 


ttgatgtcct 


gcatcgctac 


300 


atccgtcggt 


ttgggtaacg 


tgtggcggtt 


ccctttcatc 


gcgtaccaga 


atggaggagg 


360 


tgctttcctg 


gtgccatacg 


tcatcgttct 


tttacttgtc 


ggcaagcctg 


tgtactactt 


420 


agagtgtgtc 


ctcggacaat 


tcagttcaag 


aaactctgtt 


aaagtttggt 


caatttcacc 


480 


ggccatgaaa 


ggtactggat 


acgctcaagc 


tgccggctgc 


ggttacatcc 


tgtcttacta 


540 


cgtggtgatc 


tgtggtctct 


gtctgtatta 


cttagctatg 


agcttccagg 


ccactcttcc 


600 


atgggctatt 


tgtcagcctg 


agtgggagaa 


ctgcgtaccc 


tcagatccaa 


cacttgctgc 


660 


atcagtcaac 


aacatcacca 


atggtaccag 


cagtgctcaa 


ctctactttt 


tgagaacagt 


720 


tctccaacaa 


agcgatggaa 


ttgaaggagg 


tctcggtgcc 


cccatctggt 


acttggtgtt 


780 


gtgtctattc 


atcgcatggc 


tcatggtgtt 


cggagtcgtc 


gcccgaggag 


tcaagagttc 


840 


cggcaaagcg 


gcctacttcc 


tcgcgctctt 


cccatacgtt 


gtcatgatca 


ctttattcat 


900 


caccacaatc 


atcctgcccg 


gtgctactga 


cggcatcctg 


ttcttcgtca 


cgcctcaatg 


960 


ggcgaaactc 


cttgagctcg 


gtgtatggta 


ctcagcagtc 


acgcaagtgt 


tcttctctct 


1020 


gacagtgtgc 


accggaccga 


tcatcatgtt 


ctcctcttac 


aacggtttca 


gacataatat 


1080 


ctacagggat 


gcttggattg 


ttacgacttt 


ggacaccttt 


acaagtttct 


tgtctgggtg 


1140 
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2 UF-283 

cacgatcttc ggtatccttg gtaacctcgc gtacgaactc aactcagagg tgggagatgt 1200 

ggtcggtgct ggcggtacca gtcttgcttt catttcatac cctgatgcca ttgccaaaac 1260 

attccaacct cagctattct cggtgctgtt cttcctgatg atgtcggtgc tgggtatcgg 1320 

ctcatccgtg gctctgctat cgactttcaa cacattggcg atggacgcgt tcccacgtgt 1380 

acccaccgtc tacatgtcag cgatgacctg ttcttgcggt ttcctgcttg gacttgttta 1440 

ctgcacaccg ggtggacaat atattcttga gcttgtagat cactacggtg gaacattcct 1500 

tgtgcttttc tgcgccattt ctgaactcgc aggcgtgttc tggatttatg gattggagaa 1560 

tctgtgccta gacattgagt tcatgttggg taaaaagact ggtgcttact ggcgtctctg 1620 

ctggggcgta atcactcctg ctataatgac gactgtgttc ttctacgctc ttctcgcctc 1680 

taacaacctg gtgttcggag acaactacgt atacccgact gctggttatg tttctggata 1740 

cttgatgtta tttttgggca tgacgtttgt gccaattgga attggatttt ctttgtacaa 1800 

ataccgtacc ggaaccttca gcgagacgat caagaaagcc ttccactcca aaccctcatg 1860 

gggtccccgc tcgccgagag agcgtagaga atggatgcag ttcaaggctg aagcgaaagc 1920 

tcttagacaa aagatgaaca catcacgcgt caagcactta tggtacagta tcacgggtgc 1980 

ttacaggcgt aatattaatt agctaataaa atattatgta aaatatgtac aaatctatac 2040 

ctactgatca cttagtggaa attaataggc tagttctaac ttcccttctt aactttatga 2100 

caaaggtcat aatgtaacgc gtttatcaaa tggcgaggaa aggcgaatca tacaagaatc 2160 

tatgacgcat gctaaaatac attttcattg tattggtact tctggctctt agttgtataa 2220 

gtatatgttt atgttaaatt atattcggtg ccatatcata taatacctgc tgtaacgtta 2280 

aataacattt tttacactgg taacactctt tctgcaataa ggaaagactg atagtaaatg 2340 

aagatttatt gactagtaat aatagactaa attttcataa taaaatcatg taaaaacaaa 2400 

ccatttatca cgtagacgca agatcagaga taagtacatg ttaaagaata ttatgtaaaa 2460 

ccaattgcta aaaatcaaac ttcataaata ctcatagctt atgaaggaat tgttgttatc 2520 

tatacatata ccggtgtcga tattatacat gttacgattt tatttaactt attaccatac 2580 

gtgtcgttaa atagatttat atacttatgt tgcaaagtcg atgctatatc gttaggacct 2640 

atatggtctt gcgtttgatt ttatagctat tcgatagagt actactacac tattcaaata 2700 

gtacgtaata aataaaaagt cttgaaaaat cttcaagaac tctgtgcaac atatttataa 2760 

ctttattatt tacagtttca tataagtttc aaggtattgt aatttattat ttaattaatc 2820 
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3 

gataataaaa tatatcccaa ataaaaaaaa aaaaaaaaaa 



UF-283 

2860 



<210> 2 
<211> 633 
<212> PRT 

<213> Manduca sexta, Aedes aegypti, and Leptinotarsa decemlineata 
<400> 2 

Met Asn Asp Gly Gin Val Asn Gly Gly Phe Glu Ser Ser Glu Pro Lys 
15 10 15 



Met Glu Pro Lys Arg Ser Ser Gin lie Ser Leu Pro Pro Ala Asn Asn 
20 25 30 



Lys Ala Ala Leu Asp Asn He Asp Asp Thr Asp Leu Glu Ala Glu Pro 
35 40 45 



Pro Glu Arg Met Val Trp Ser Asn Asn He Glu Phe Leu Met Ser Cys 
50 55 60 



He Ala Thr Ser Val Gly Leu Gly Asn Val Trp Arg Phe Pro Phe He 
65 70 75 80 



Ala Tyr Gin Asn Gly Gly Gly Ala Phe Leu Val Pro Tyr Val He Val 
85 90 95 



Leu Leu Leu Val Gly Lys Pro Val Tyr Tyr Leu Glu Cys Val Leu Gly 
100 105 110 



Gin Phe Ser Ser Arg Asn Ser Val Lys Val Trp Ser He Ser Pro Ala 
115 120 125 



Met Lys Gly Thr Gly Tyr Ala Gin Ala Ala Gly Cys Gly Tyr He Leu 
130 135 140 



Ser Tyr Tyr Val Val He Cys Gly Leu Cys Leu Tyr Tyr Leu Ala Met 
145 150 155 160 



Ser Phe Gin Ala Thr Leu Pro Trp Ala He Cys Gin Pro Glu Trp Glu 
165 170 175 



Asn Cys Val Pro Ser Asp Pro Thr Leu Ala Ala Ser Val Asn Asn He 
180 185 190 
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4 



UF-283 



Thr Asn Gly Thr Ser Ser Ala Gin Leu Tyr Phe Leu Arg Thr Val Leu 
195 200 205 



Gin Gin Ser Asp Gly lie Glu Gly Gly Leu Gly Ala Pro lie Trp Tyr 
210 215 220 



Leu Val Leu Cys Leu Phe lie Ala Trp Leu Met Val Phe Gly Val Val 
225 230 235 240 



Ala Arg Gly Val Lys Ser Ser Gly Lys Ala Ala Tyr Phe Leu Ala Leu 
245 250 255 



Phe Pro Tyr Val Val Met lie Thr Leu Phe lie Thr Thr lie lie Leu 
260 265 270 



Pro Gly Ala Thr Asp Gly lie Leu Phe Phe Val Thr Pro Gin Trp Ala 
275 280 285 



Lys Leu Leu Glu Leu Gly Val Trp Tyr Ser Ala Val Thr Gin Val Phe 
290 295 300 



Phe Ser Leu Thr Val Cys Thr Gly Pro lie lie Met Phe Ser Ser Tyr 
305 310 315 320 



Asn Gly Phe Arg His Asn He Tyr Arg Asp Ala Trp He Val Thr Thr 
325 330 335 



Leu Asp Thr Phe Thr Ser Phe Leu Ser Gly Cys Thr He Phe Gly He 
340 345 350 



Leu Gly Asn Leu Ala Tyr Glu Leu Asn Ser Glu Val Gly Asp Val Val 
355 360 365 



Gly Ala Gly Gly Thr Ser Leu Ala Phe He Ser Tyr Pro Asp Ala He 
370 375 380 



Ala Lys Thr Phe Gin Pro Gin Leu Phe Ser Val Leu Phe Phe Leu Met 
385 390 395 400 



Met Ser Val Leu Gly He Gly Ser Ser Val Ala Leu Leu Ser Thr Phe 
405 410 415 
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5 



UF-283 



Asn Thr Leu Ala Met Asp Ala Phe Pro Arg Val Pro Thr Val Tyr Met 
420 425 430 



Ser Ala Met Thr Cys Ser Cys Gly Phe Leu Leu Gly Leu Val Tyr Cys 
435 440 445 



Thr Pro Gly Gly Gin Tyr lie Leu Glu Leu Val Asp His Tyr Gly Gly 
450 455 460 



Thr Phe Leu Val Leu Phe Cys Ala He Ser Glu Leu Ala Gly Val Phe 
465 470 475 480 



Trp He Tyr Gly Leu Glu Asn Leu Cys Leu Asp He Glu Phe Met Leu 
485 490 495 



Gly Lys Lys Thr Gly Ala Tyr Trp Arg Leu Cys Trp Gly Val He Thr 
500 505 510 



Pro Ala He Met Thr Thr Val Phe Phe Tyr Ala Leu Leu Ala Ser Asn 
515 520 525 



Asn Leu Val Phe Gly Asp Asn Tyr Val Tyr Pro Thr Ala Gly Tyr Val 
530 535 540 



Ser Gly Tyr Leu Met Leu Phe Leu Gly Met Thr Phe Val Pro He Gly 
545 550 555 560 



He Gly Phe Ser Leu Tyr Lys Tyr Arg Thr Gly Thr Phe Ser Glu Thr 
565 570 575 



He Lys Lys Ala Phe His Ser Lys Pro Ser Trp Gly Pro Arg Ser Pro 
580 585 590 



Arg Glu Arg Arg Glu Trp Met Gin Phe Lys Ala Glu Ala Lys Ala Leu 
595 600 605 



Arg Gin Lys Met Asn Thr Ser Arg Val Lys His Leu Trp Tyr Ser He 
610 615 620 



Thr Gly Ala Tyr Arg Arg Asn He Asn 
625 630 



<210> 3 
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<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Sense Primer "S34" 
<220> 

<221> misc_feature 

<222> (3) . . (3) 

<223> Inosine 



<220> 

<221> misc_feature 

<222> (6).. (6) 

<223> Could be c or t 



<220> 

<221> misc_feature 

<222> (9). .(9) 

<223> Inosine 



<220> 

<221> misc__f eature 

<222> (13) . . (13) 

<223> Could be a or c 



<220> 

<221> mis cofeature 

<222> (15) . . (15) 

<223> Could be a, g, c, or t 



<220> 

<221> misc_feature 

<222> (18) . . (18) 

<223> Could be c or t 



<400> 3 

ggnaangtnt ggngnttncc 



<210> 4 

<211> 7 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Peptide motif 

<400> 4 
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Gly Asn Val Trp Arg Phe Pro 
1 5 



<210> 5 

<211> 18 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Antisense primer "S21" 
<220> 

<221> misc_feature 

<222> (1) . . (1) 

<223> Inosine 



<220> 

<221> mi sc_f eature 

<222> (4).. (4) 

<223> Could be a, g, or t 



<220> 

<221> misc_f eature 

<222> (7).. (7) 

<223> Inosine 



<220> 

<221> mi sc_f eature 

<222> (10) . . (10) 

<223> Inosine 



<220> 

<221> mis c_f eature 

<222> (13).. (13) 

<223> Could be a, g, c, or t 



<220> 

<221> mi sc_f eature 

<222> (16).. (16) 

<223> Could be a or g 



<400> 5 

ngcnatngcn tcnggnta 

<210> 6 

<211> 6 

<212> PRT 

<213> Artificial Sequence 



S : \SHARE\Sequences\UF-283 . ST25 . txt/DNB/ehm 



<220> 

<223> Peptide motif 
<220> 

<221> MIS C_FE ATURE 

<222> (3).. (3) 

<223> Could be Asp or Glu 



<400> 6 

Tyr Pro Xaa Ala lie Ala 
1 5 



<210> 7 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Sense primer "S22" 
<220> 

<221> misc_feature 

<222> (3) . . (3) 

<223> Inosine 



<220> 

<221> misc_f eature 

<222> (6).. (6) 

<223> Could be c or t 



<220> 

<221> misc_feature 

<222> (9) . . (9) 

<223> Inosine 



<220> 

<221> misc_feature 

<222> (13).. (13) 

<223> Could be g or t 



<220> 

<221> misc_feature 

<222> (15).. (15) 

<223> Could be a, g, c or t 



<220> 

<221> misc_feature 

<222> (18) . . (18) 

<223> Could be c or t 
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<400> 7 

ggnaangtnt ggngnttncc 



<210> 8 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Sense primer "S25" (S25TrueFOR) 

<400> 8 

aacacttgct gcatcagtca ac 



<210> 9 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Antisense primer "S26" 

<400> 9 

ctcaaggagt ttcgcccatt g 



<210> 10 

<211> 36 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer "AP" (Gibco Life Technologies) 

<400> 10 

ggccacgcgt cgactagtac tttttttttt tttttt 



<210> 11 

<211> 49 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer "PA142_AP" 

<400> 11 

gacttcaggc tagcatcgat ccatgggtcg actttttttt ttttttttt 



<210> 12 
<211> 23 
<212> DNA 
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<213> Artificial Sequence 
<220> 

<223> Sense sequence "PA140_AUAP" 
<400> 12 

gacttcaggc tagcatcgat cca 



<210> 13 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Sense sequence "PA141" 

<400> 13 

catcgatcca tgggtcgac 



<210> 14 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Sense sequence "AUAP (Gibco) " 

<400> 14 

ggccacgcgt cgactagtac 



<210> 15 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Sense sequence " lef tl_Forward" 

<400> 15 

ggcacgaggt tacttgttgg 

<210> 16 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Sense sequence "lef t2_Forward" 

<400> 16 

cgaggttact tgttggagga a 
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<210> 17 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Sense sequence "ATGl_Forward" 

<400> 17 

ttgtggacaa aatgaatgac g 

<210> 18 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Sense sequence "ATG2_Forward ,f 

<400> 18 

aaaatgaatg acggccaagt 



<210> 19 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Sense sequence "uniqueFOR" 

<400> 19 

tgctgcatca gtcaacaaca 



<210> 20 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Sense sequence "TaqFOR" 

<400> 20 

tcatcctgcc cggtgcta 



<210> 21 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Sense sequence "1445_FOR n 

<400> 21 
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acaccgggtg gacaatatat tctt 



12 UF-283 

24 



<210> 22 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Sense sequence "StopORF_FOR" 

<400> 22 

ggtgcttaca ggcgtaatat taattag 27 



<210> 23 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Sense sequence " 3 f UTR__FOR" 

<400> 23 

cggtgtcgat attatacatg ttacga 26 



<210> 24 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Antisense sequence "CAATCHl_unique_RE VERSE" 
<400> 24 

1 Q 

aggagtttcg cccattgag 



<210> 25 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Antisense sequence "Taq_CAATCHl_RE VERSE" 
<400> 25 

? n 

caaggagttt cgcccattga 



<210> 26 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 
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<223> Antisense sequence " CAATCH1_2 6 4 2_REV" 



<400> 


26 


ctataaaatc aaacgcaaga ccat 


<210> 


27 


<211> 


25 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Antisense sequence "CAATCH1 


<400> 


27 



tgttgcacag agttcttgaa gattt 
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